PF-0430 US 



SEQUENCE LISTING 

(1) GENERAL INFORMATION 

(i) APPLICANT: Hillman, Jennifer L. 
Lai, Preeti 
Corley, Neil C. 
Shah, Purvi 

(ii) TITLE OF THE INVENTION: NEW GLUT ATHIONE-S -TRANSFERASE 

(iii) NUMBER OF SEQUENCES : 3 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: Incyte Pharmaceuticals, Inc. 

(B) STREET: 3174 Porter Drive 

(C) CITY: Palo Alto 

(D) STATE: CA 

(E) COUNTRY: USA 

(F) ZIP: 94304 

(v) COMPUTER READABLE FORM: 
]j= (A) MEDIUM TYPE: Diskette 

~tl (B) COMPUTER: IBM Compatible 

4= (C) OPERATING SYSTEM: DOS 

M» (D) SOFTWARE: FastSEQ for Windows Version 2.0 

nj <vi) CURRENT APPLICATION DATA: 

Ifi (A) APPLICATION NUMBER: To Be Assigned 

^ (B) FILING DATE: Herewith 

s (C) CLASSIFICATION: 

M> (vii) PRIOR APPLICATION DATA: 

U (A) APPLICATION NUMBER: 

™ (B) FILING DATE: 

(viii) ATTORNEY/AGENT INFORMATION: 
%Q ' (A) NAME: Billings, Lucy J. 

(B) REGISTRATION NUMBER: 36,749 

(C) REFERENCE/ DOCKET NUMBER: PF-0430 US 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: 650-8 5 5-0555 

(B) TELEFAX: 650-845-4166 

(C) TELEX: 



(2) INFORMATION FOR SEQ ID NO:l: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 226 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: BLADTUT04 

(B) CLONE: 1554593 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:l: 
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(2) INFORMATION FOR SEQ ID NO : 2 : 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 1035 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: BLADTUT04 

(B) CLONE: 1554593 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 

GGGCAGCCTC TGCCGGGTTC CGGGAAAAGG AGCTCCTGCT GCCACTGCTC TTCCGGAGCC 60 

TGCAGCATGG GGCCCCTGCC GCGCACCGTG GAGCTCTTCT ATGACGTGCT GTCCCCCTAC 120 

TCCTGGCTGG GCTTCGAGAT CCTGTGCCGG TATCAGAATA TCTGGAACAT CAACCTGCAG 18 0 

TTGCGGCCCA GCCTCATAAC AGGGATCATG AAAGACAGTG GAAACAAGCC TCCAGGTCTG 24 0 

CTTCCCCGCA AAGGACTATA CATGGCAAAT GACTTAAAGC TCCTGAGACA CCATCTCCAG 300 

ATTCCCATCC ACTTCCCCAA GGATTTCTTG TCTGTGATGC TTGAAAAAGG AAGTTTGTCT 360 

GCCATGCGTT TCCTCACCGC CGTGAACTTG GAGCATCCAG AGATGCTGGA GAAAGCGTCC 420 

CGGGAGCTGT GGATGCGCGT CTGGTCAAGG AATGAAGACA TCACCGAGCC GCAGAGCATC 4 80 

CTGGCGGCTG CAGAGAAGGC TGGTATGTCT GCAGAACAAG CCCAGGGACT TCTGGAAAAG 54 0 

ATCGCAACGC CAAAGGTGAA GAACCAGCTC AAGGAGACCA CTGAGGCAGC CTGCAGATAC 600 

GGAGCCTTTG GGCTGCCCAT CACCGTGGCC CATGTGGATG GCCAAACCCA CATGTTATTT 660 

GGCTCTGACC GGATGGAGCT GCTGGCGCAC CTGCTGGGAG AGAAGTGGAT GGGCCCTATA 7 20 

CCTCCAGCCG TGAATGCCAG ACTTTAAGAT TGCCCGGAGG AAGCAAACTC TTCGTATAAA 7 80 

AAAAGCAGGC CATCTGCTTA ACCCTTGGCT CCACCATAAG GCACTGGGAC TCGGATTTCT 84 0 
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CTATCTGATA GAGGTATTTT CTGTGGCCCT GGGAGCTGTC TGTCTTTCCC CTACCCCCAA 900 

GGATGCCAGG AAGACGTCCA CCATTAGCCA TGTGGCAACC TTTACTTCTA TGCCTCACAA 960 

GTGCCTTTCA GAGAGCCCCA ATTCTGCTTT CCCACAAAAT AAACCTAATG CCATCAGGCA 1020 

AAACAAAAAA AAAAA 1035 

(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 226 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: GenBank 

(B) CLONE: ? 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 
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